May and late September 2011. A total of 588 bacterial strains were isolated using four different types of culture media ( LB, TSA, NA and King A) . Phylogenetic analysis based on 16S rRNA gene sequences showed that the 588 isolates belonged to Gammaproteobacteria ( 50. 17%) , Firmicutes ( 34. 58%) , Actinobacteria ( 10. 17%) , Alphaproteobacteria ( 4. 24%) , Bacteroidete (0.50%) and Betaproteobacteria (0.34%) , encompassing 47 genera and 114 species. Of those isolates, the 16S rRNA gene sequences of 211 were <98% similar to 41 species within 19 genera that could be represented as potentially novel indigenous species. 酌鄄proteobacteria and Firmicutes were the dominant groups in Populus euphratica stem liquid.
Pseudomonas and Bacillus were the most widely distributed and predominant genera, accounting for 29.76% and 19.05% of isolates, respectively. The most widely distributed and predominant novel indigenous species had < 98% 16S rRNA gene sequence similarity to Pseudomonas xinjiangensis, representing 12.585% of all isolates. The Simpson忆s diversity index of endophytic bacteria from Populus euphratica was highest for the disused Ugan River ( 0. 969) , then lower for the Tarim River (0.935) and the ancient disused Kivik River (0.931) . These data showed that the cultivable endophytic bacteria of Populus euphratica were highly diverse, and similar among the three riparian forest ecosystems. The Shannon鄄Wiener uniformity index of endophytic bacteria from Populus euphratica from the Ugan River was 0.8570, compared with 0.8314 and 0. 7937 for the Tarim and Kiyik Rivers, respectively. The analysis of spatial and temporal variations in the endophytic bacterial community structure of Populus euphratica for the three ecosystems revealed that in general, the community structure of endophytic bacteria from each ecosystem was relatively intact, with some small impact from foreign common dominant bacteria. The bacterial community of the Kiyik River was the least impacted, with the highest abundance of bacterial species and potentially novel indigenous species ( 1 / 3. 082 and 1 / 7. 55, respectively) , and a minor impact of replacement and cleaning and associated non鄄indigenous bacterial species. The Ugan River was next highest for abundance of bacterial species and potentially novel indigenous species ( 1 / 3. 333, 1 / 12. 857 ) and these values indicate that the bacterial community structure has changed to a certain extent. In contrast, the bacterial community isolated from the Tarim River had been intensively substituted, with the abundance of bacterial species and potentially novel indigenous species greatly decreased to 1 / 4. 282 and 1 / 20. 875, respectively. It is clear that non鄄indigenous microbes have had a large ecological impact on this bacterial community. Our combined results demonstrate that the endophytic bacterial community structure was influenced by human activity near these three rivers. Human activity stopped for the Kivik and Ugan Rivers after those rivers dried out. The period of time without human activity for the ancient Kiyik and Ugan Rivers has had a positive impact on the community structure of the bacterial population. 上进行分析。 用 CLUSTALX 进行多序列比对 [25] ,系 统进化矩阵根据 Kimura 模型 [26] 估算,用 MEGA5. 0 ( Molecular Evolutionary Genetics Analysis) 软件采用 邻接法 [27] ( Neighbor. Joining) 聚类分析,并构建出系
Simpson 多样性指数:
Shannon鄄Wiener 指数:
Shannon鄄Wiener 均匀度指数 E = H / log 2 S 式中, S 为菌种数; P i 为第 i 种的多度比例,可以用 
